A Gram-stain-negative, strictly aerobic, non-flagellated, yellow-pigmented, rod-shaped bacterial strain, designated 0182 T , was isolated from Gracilaria blodgettii, an algae of phylum Rhodophyta collected from coast of Lingshui county, Hainan, China (110 03¢ 44.2¢¢ E, 18 24¢ 29.8¢¢ N). The strain grew optimally at 30 C, pH 7.0-7.5 and in the presence of 2.0-3.0 % (w/v) NaCl. Cells of strain 0182
The genus Crocinitomix was proposed by Bowman et al. [1] for strictly aerobic and cold-adapted strains appearing as rods or filaments, with filaments more common in young cultures, motile by gliding and have yellow pigmented cell mass. Currently, the genus was represented by a single species, Crocinitomix catalasitica, which was isolated from under frozen sand of Auke Bay, Alaska, USA. Phylogenetically, the genus Crocinitomix belongs to the family Crocinitomicaceae in order Flavobacteriales [2] . During the process of screen for bacteria with biotechnological potential, a Crocinitomix-like strain, designated 0182 T , was isolated from Gracilaria blodgettii, an algae of phylum Rhodophyta collected from coast of Lingshui county, Hainan, China (110 03¢ 44.2¢¢ E, 18 24¢ 29.8¢¢ N). On the basis of polyphasic evidence, we propose that this strain should be included in the genus Crocinitomix as a representative of Crocinitomix algicola sp. nov.
The sample was minced and diluted 10 000-fold with sterile seawater, and 0.1 ml aliquots of each dilution were spread onto marine agar 2216 (MA; Becton Dickinson). Strain 0182 T , which formed circular (0.5-1.5 mm in diameter), convex, smooth, yellow-pigmented colonies on MA after culture at 28 C for 7 days, was picked and purified by subcultivation on MA and routinely incubated on MA at 30 C for phenotypic, biochemical and chemical analysis. The strain was stored at À80 C in sterile 1 % (w/v) saline supplemented with 15 % (v/v) glycerol. For comparative analysis of physiological and chemotaxonomic characterization, the type strain Crocinitomix catalasitica DSM 4133 T , which was obtained from the Leibniz-Institut Deutsche Sammlung von Mikroorganismen und Zellkulturen (DSMZ), was cultured under the same conditions as strain 0182
T .
The genomic DNA of strain 0182 T was extracted and purified using a bacterial genomic DNA extraction kit (Takara) according to the manufacturer's instructions. PCR amplification, cloning and sequencing of 16S rRNA genes followed previously described procedures [3] . Furthermore, strain 0182 T was selected for whole genome sequencing. The genome was sequenced by Shanghai Personal Biotechnology Co., Ltd. (China) using the Illumina MiSeq platform. Assembly of the raw sequencing data was performed using Newbler (version 2.8) and GapCloser (http://soap.genomics. org.cn/soapdenovo.html) [4] .
The determined 16S rRNA gene sequence was submitted to the GenBank database and preliminary screening for similarity was performed using the BLAST algorithm, and confirmed using EzTaxon-e [5] . Phylogenetic trees were constructed using neighbour-joining, maximum-likelihood and maximum-parsimony methods using MEGA version 7.0 [6] . Kimura's two-parameter model [7] was used to estimate the evolutionary distances for the neighbour-joining tree. Tree topologies were evaluated by bootstrap analyses based on 1000 resamplings [8] .
Sequencing of strain 0182
T yielded a draft genome of 3 719 297 bp, and the assembly produced 44 contigs, with the coverage of 316.01. All of the contigs were larger than 493 bp, and the largest was 390 341 bp. A near-complete 16S rRNA gene sequence (1446 bp) of strain 0182 T was obtained. Strain 0182
T was most closely related to C. catalasitica DSM 4133 T , with a 16S rRNA gene sequence similarity of 94.6 %. The topological structure of the neighbour-joining phylogenetic tree based on 16S rRNA gene sequences clearly illustrated that strain 0182
T clustered with species of the genus Crocinitomix (Fig. 1 ). This topology was also supported by the maximumlikelihood and maximum-parsimony trees.
Gram staining was performed as described by Smibert and Krieg [9] . The presence of flagella was tested using the flagella staining kits (Solarbio). Cell morphology, size and motility were examined after growth on MA at 30 C for 2 days using an ECLIPSE Ci-L light microscope (Nikon) and a Nova NanoSEM450 scanning electron microscope (FEI; Fig. S1 , available in the online Supplementary Material) at the Analysis and Testing Centre for Physics, Chemistry, and Material, Shandong University. Gliding motility was determined as previously described by Bowman [10] . Growth was evaluated at various temperatures (4, 10, 15, 20, 25, 28, 30, 33, 37, 40, 42 and 45 C) on MA and was observed every 12 h. Salt tolerance was tested at 30 C by using NaCl-free MA (prepared according to the MA formula, but without NaCl) with different NaCl concentrations (0, 0.5, 1, 2, 3, 4, 5, 6, 7, 8, 9, 10, 11 and 12 % final concentration, w/v), and colony growth was recorded every 12 h. The effect of pH on growth was determined using marine broth 2216 (MB;
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Catalinimonas alkaloidigena CNU-914 T (JN368461) Becton Dickinson) at pH 5.5-10.0 (in 0.5 unit intervals) with MES (pH 5.5 and 6.0), PIPES (pH 6.5 and 7.0), HEPES (pH 7.5 and 8.0), Tricine (pH 8.5) and CAPSO (pH 9.0, 9.5 and 10.0) buffers, each at concentration of 20 mM, and OD 600 values of the cultures were measured after incubation for 2 days at 30 C. Growth under anaerobic (10 % H 2 , 10 % CO 2 and 80 % N 2 ) and microaerobic (5 % O 2 , 10 % CO 2 and 85% N 2 ) conditions were determined after incubation for 14 days in an anaerobic jar with or without 0.1 % (w/v) NaNO 3 . Catalase activity was detected by bubble production in 3 % (v/v) H 2 O 2 . Oxidase activity was tested using an oxidase reagent kit (bioM erieux) according to the manufacturer's instructions. The ability to hydrolyse Tweens 20, 40, 60 and 80, as well as agar, starch and cellulose, was tested according to the method of Dong and Cai [11] . Other physiological or biochemical characteristics were examined using the API 20E, API ZYM and API 50CHB identification systems (bioM erieux) and the Biolog GEN III microplates, according to the manufacturers' instructions (except for salinity, which was adjusted to 3.0 %). Susceptibility of strain 0182
T to antibiotics was tested on MA by the disc diffusion method according to the Clinical and Laboratory Standards Institute [12] .
Cells of strain 0182
T were Gram-stain-negative, rod-shaped, approximately 0.9-2.5 µm in length and 0.2-0.4 µm in width (Fig. S1 ). The bacterium grew at 10-37 C (optimal 30 C) and pH 6.0-8.5 (optimal pH 7.0-7.5). Growth was observed at salt concentrations ranging from 0.5 to 10.0 % (w/v) NaCl, optimal growth was noted at 2-3 % (w/v) NaCl. The cells were susceptible to chloromycetin (30 µg), tobramycin (10 µg), neomycin (30 µg), erythromycin (15 µg), rifampicin(5 µg) and nalidixic acid (30 µg), but were resistant to tetracycline (30 µg), vancomycin (30 µg), kanamycin (30 µg), cefotaxime (30 µg), lincomycin (2 µg) and penicillin G (10 µg).
For analysis of respiratory quinones, cells cultured at 30 C for 2 days in MB were harvested and freeze-dried. Isoprenoid quinones were analysed using HPLC [13] as described by Tindall et al. [14] . The major respiratory quinone was MK-7, which was consistent with C. catalasitica DSM 4133 T .
Analysis of extracted cellular fatty acids was performed according to the standard protocol of the Microbial Identification System (Sherlock version 4.5; database: TSBA40; MIDI) [15] . The cellular fatty acid profile of strain 0182
T and the strain of C. catalasitica DSM 4133 T are shown in Table S1 . The major fatty acids of strain 0182
T were iso-C 15 : 0 , C 15 : 0 and iso-C 17 : 0 3-OH, similar to that of C. catalasitica DSM 4133 T . However, the percentages of C 14 : 0 and iso-C 15 : 1 G differed from C. catalasitica DSM 4133 T (Table S1 ).
Polar lipids were extracted from freeze-dried cells of strain 0182 T , and separated by two-dimensional silica gel thin layer chromatography by the Identification Service of the DSMZ. Total lipid material was detected using molybdatophosphoric acid, and defined functional groups were detected using specific spray reagents. Details have been provided by Tindall et al [14] . The polar lipids of strain 0182 T were glycolipid (GL), phosphoaminolipid (PN), phospholipid (PL), two unknown aminolipids (AL1, AL2) and four unknown lipids (L1, L2, L3, L4) (Fig. S2) .
The DNA G+C content of the strain 0182 T was determined from the mean G+C content of the draft genome. The genomic DNA G+C content of 0182 T was 35.4 mol%, which was similar to that of C. catalasitica DSM 4133 T (35.0 mol%) [1] .
Together, strain 0182
T forms a common clade with the species of the genus Crocinitomix (Fig. 1) and exhibited a number of phenotypic similarities to the strain C. catalasitica DSM 4133 T , both being Gram-stain-negative, yellow-pigmented, motile by gliding and able to hydrolyse Tween 80. Both could produce alkaline phosphatase, and produce acid from D-ribose, D-tagatose and potassium 5-ketogluconate. In addition, they were negative for nitrate reduction, hydrolysis of starch, lipase (C14) and oxidase activity, and indole and H 2 S production. And their major respiratory quinone was MK-7. Furthermore, the DNA G+C content and the major fatty acids of strain 0182
T were similar to those of C. catalasitica DSM 4133 T . However, strain 0182
T could growth at 37 C and in 10 % (w/v) NaCl. The novel strain was negative for trypsin and naphthol-AS-BI-phosphohydrolase and acid production from aesculin and potassium 2-ketogluconate. These characteristics were different from those of the C. catalasitica DSM 4133 T . Detailed morphological and physiological characteristics are given in Table 1 and the species description. By combining phylogenetic, phenotypic and chemotaxonomic characteristics, strain 0182
T is considered to represent a novel species of the genus Crocinitomix, for which the name Crocinitomix algicola sp. nov. is proposed.
DESCRIPTION OF CROCINITOMIX ALGICOLA SP. NOV.
Crocinitomix algicola (al.gi¢co.la. L. fem. n. alga seaweed, alga; L. suff. -cola inhabitant, dweller; N.L. masc. n. algicola alga-dweller).
Cells are Gram-stain-negative, strictly aerobic, rod shaped (approximately 0.9-2.5 µm in length and 0.2-0.4 µm in width), non-flagellated and motile by gliding. After incubation for 2 days at 30 C on MA, colonies are yellow-pigmented, smooth, convex, and circular (0.5-1.5 mm in diameter). Growth occurs at 10-37 C (optimum 30 C), at pH 6.0-8.5 (optimum pH 7.0-7.5), in 0.5-10 % (w/v) NaCl (optimum 2-3 % NaCl). Catalase is positive but oxidase is negative. Indole and H 2 S production are not detected. Nitrate is not reduced. 
